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Abstract Multidrug-resistant Streptococcus pneumoniae emerge through the modification of
core genome loci by interspecies homologous recombinations, and acquisition of gene cassettes.
Both occurred in the otherwise contrasting histories of the antibiotic-resistant S. pneumoniae
lineages PMEN3 and PMEN9. A single PMEN3 clade spread globally, evading vaccine-induced
immunity through frequent serotype switching, whereas locally circulating PMEN9 clades
independently gained resistance. Both lineages repeatedly integrated Tn916-type and Tn1207.1-
type elements, conferring tetracycline and macrolide resistance, respectively, through homologous
recombination importing sequences originating in other species. A species-wide dataset found over
100 instances of such interspecific acquisitions of resistance cassettes and flanking homologous
arms. Phylodynamic analysis of the most commonly sampled Tn1207.1-type insertion in PMEN9,
originating from a commensal and disrupting a competence gene, suggested its expansion across
Germany was driven by a high ratio of macrolide-to-b-lactam consumption. Hence, selection from
antibiotic consumption was sufficient for these atypically large recombinations to overcome species
boundaries across the pneumococcal chromosome.
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Introduction
Infections caused by Streptococcus pneumoniae (the pneumococcus) remain a leading cause of
death worldwide in children under the age of five (Wahl et al., 2018; GBD 2015 Mortality and
Causes of Death Collaborators, 2016). This nasopharyngeal commensal and respiratory pathogen
causes a range of severe infections in both infants and adults, including pneumonia, sepsis, and men-
ingitis. These have a high mortality rate, which is further increased when the causative pneumococ-
cus is resistant to antibiotics (Cassini et al., 2019; Feikin et al., 2000). This presents a worrying
challenge to clinicians, with treatment options decreasing for resistant infections (Roca et al., 2015).
As the pneumococcus is endemic worldwide, its ability to develop antibiotic resistance is a global
challenge (Appelbaum, 1987). High levels of resistance have been observed in Africa
(Chaguza et al., 2017), Asia, and the Americas. Even in Europe, where resistance is less common,
deaths attributable to penicillin-resistant pneumococci have been rising over the past 15 years
(Cassini et al., 2019). Furthermore, this resistance is under selection by community antibiotic con-
sumption, a substantial proportion of which is often attributable to common noninvasive pneumo-
coccal diseases , such as otitis media (Dewé et al., 2019; Vergison et al., 2010).
There are two main mechanisms by which pneumococci gain antibiotic resistance: the modifica-
tion of core genes encoding antibiotic targets, often through homologous recombination, and the
acquisition of specialized resistance genes on mobile genetic elements (MGEs) (Dewé et al., 2019;
Croucher et al., 2014a). As the plasmid repertoire of S. pneumoniae is limited to two types of cryp-
tic elements (Smith and Guild, 1979; Romero et al., 2007; Schuster et al., 1998), the MGEs that
contribute most to the spread of antibiotic resistance are integrative and conjugative elements
(ICEs) (Croucher et al., 2009; Croucher et al., 2014b). These MGEs contain integrase genes that
mediate their insertion within the host cell genome (Johnson and Grossman, 2015) and, given their
resistance gene cargo, have been referred to as ‘king makers’ of bacterial lineages (Baker et al.,
2018). ICEs mobilize between cells through conjugation, a highly efficient method of DNA transfer,
involving a pilus formed between donor and recipient cells protecting transferred DNA from the
external environment (Cabezón et al., 2015). This has enabled conjugation to transfer elements
across a broad range of bacterial taxa (von Wintersdorff et al., 2016; Roberts and Mullany, 2009;
Musovic et al., 2006), which seems the most likely explanation as to how antibiotic resistance genes
originally entered the S. pneumoniae population (Croucher et al., 2009).
The most important ICEs driving the spread of antibiotic resistance in pneumococci are related to
Tn916, the first ICE to be discovered (Wozniak and Waldor, 2010; Roberts and Mullany, 2011).
This element confers tetracycline resistance via the tetM gene and forms composite elements that
can confer resistance to macrolides, aminoglycosides, streptogramins, and lincosamides through the
integration of sequences such as the Mega cassette, Omega cassette, and Tn917 elements
(Croucher et al., 2011). Tn916-type elements are found in the majority of antibiotic-resistant bacte-
rial pathogens which are considered a priority by the WHO (Roberts and Mullany, 2009;
Roberts and Mullany, 2011; WHO, 2017). However, the distribution of Tn916-type elements in S.
pneumoniae is a particular puzzle as in vitro studies have shown that they appear unable to conju-
gate between pneumococci, although pneumococci themselves can be donors to other streptococci
(Mingoia et al., 2011; Cochetti et al., 2007). The short cassettes that integrate into Tn916 also lack
their own self-mobilization machinery, which is even true for the longer form of the Mega cassette,
Tn1207.1. Hence, the contribution of conjugation to the spread of these ICE is not clear.
An alternative mechanism by which Tn916 might spread is transformation, which describes the
uptake of extracellular DNA into cells that have reached a competent state (Johnston et al., 2014).
Originally discovered in the pneumococcus, natural transformation is tightly controlled by the host
cell, which encodes all the required machinery (Johnston et al., 2014). Once DNA has been
imported into the cell, it can then be integrated into the chromosome via homologous recombina-
tion. However, there are two important limitations on the dissemination of MGEs between species
through transformation.
The first limitation is the inhibition of homologous recombination by sequence divergence, which
reduces the integration of sequence from other species into host chromosomal DNA
(Croucher et al., 2016; Kung et al., 2013; Mostowy et al., 2017a; Croucher et al., 2012). The
decline is exponential as sequence divergence between the donor and recipient increases
(Majewski et al., 2000). This is thought to result from the minimum effective processing segment
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(MEPS), the shortest length of continuous sequence identity required for efficient recombination,
estimated to be 27 bp for pneumococci (Croucher et al., 2012). Yet, this barrier was not sufficient
to prevent interspecies recombinations facilitating the emergence of b-lactam-resistant pneumo-
cocci. This involved the formation of ‘mosaic’ versions of multiple genes encoding targets of b-lac-
tam antibiotics (most commonly, pbp1a, pbp2b, and pbp2x) that were a mixture of sequence from
S. pneumoniae and the related oronasopharyngeal commensal streptococcal species, Streptococcus
mitis and Streptococcus oralis (von Wintersdorff et al., 2016; Dowson et al., 1993; Dowson et al.,
1990). The mosaicism reflected the imported fragments being much smaller than a typical gene,
although there was also evidence of these recombinations causing diversification in the flanking
regions of the chromosome (Enright and Spratt, 1999).
The second limitation is that transformation requires the importation of both the intact locus and
two flanking ‘homologous arms,’ in which recombination crossovers can occur. Both arms must
match the host chromosome, and no cleavage of the imported DNA must occur between them dur-
ing its uptake into the cell. Hence, the efficiency of uptake declines with the length of the inserted
locus between the two arms (Apagyi et al., 2018). Therefore, while in vitro studies have shown that
interspecies transfer of MGEs via transformation is possible (Domingues et al., 2012), these trans-
fers were of a low frequency and only spread shorter resistance cassettes. As such, transformation
has been primarily considered a mechanism facilitating the intraspecific spread of small MGEs
(Chancey et al., 2015).
Ergo, although there are multiple mechanisms by which MGEs may be acquired, their relative
contributions are not known. This is particularly challenging when antibiotic resistance loci are ubiq-
uitous throughout a strain, as Tn916-type elements are within many antibiotic-resistant S. pneumo-
niae lineages (Croucher et al., 2014a; Croucher et al., 2011; Croucher et al., 2014c), making the
process underlying the MGE’s acquisition difficult to infer. Therefore, we investigated two globally
distributed pneumococcal lineages in which antibiotic resistance MGEs are common, but not
conserved.
The first is the Spain9V-3, or PMEN3 lineage, which is within strain GPSC6 (clonal complex 156 by
multilocus sequence typing [MLST]) (Gladstone et al., 2019). PMEN3 was first documented in Spain
in 1988 with a serotype 9V capsule. It was later detected in France, the USA, and South America
(Coffey et al., 1991; Lefèvre et al., 1995; Corso et al., 1998; Tomasz et al., 1998). By 2000, 55%
of all penicillin-resistant disease isolates in South America were from the PMEN3 lineage
(Tomasz et al., 1998).
The second is the England14-9, or PMEN9 lineage, which is within strain GPSC18 (clonal complex
9 or 15 by MLST). This was first described in the UK in 1996, and it has been isolated across Europe,
the Americas, and Asia (Gherardi et al., 2000; Sá-Leão et al., 2000; Tsolia et al., 2002). PMEN9
was the most common lineage causing penicillin-resistant invasive pneumococcal disease (IPD) in the
USA, and the most common lineage causing macrolide-resistant IPD in Germany, just prior to the
introduction of infant immunization with the heptavalent polysaccharide conjugate vaccine (PCV7)
(Kim et al., 2016; Bley et al., 2011; Imöhl et al., 2010).
Both lineages exhibit variability in their resistance to tetracyclines and macrolides across coun-
tries, suggesting frequent acquisition or loss of elements related to Tn916 and Tn1207.1
(Zemlicková et al., 2007; Cochetti et al., 2005; Càmara et al., 2018; Corso et al., 2009). There-
fore, we analyzed the distribution of antibiotic resistance loci within these lineages, and then
expanded the study across the species with the wider Global Pneumococcal Sequencing (GPS) proj-
ect data (Gladstone et al., 2019; GPS, 2021). Using a mixture of genomic approaches, we assessed
the distribution of antibiotic resistance loci, determined the mechanisms by which they were
imported into these lineages, and characterized how these genotypes have adapted to local antibi-
otic use as they have spread globally.
Results
Divergent genomic epidemiology of antibiotic-resistant pneumococci
The PMEN3 and PMEN9 lineages had contrasting evolutionary and transmission histories. The phy-
logeny representing the evolution of PMEN3 was constructed from isolates of GPSC6 (treated as
synonymous with PMEN3 here on in), which were collected from 31 countries over 23 years (1992–
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Figure 1. Phylogenomic analysis of PMEN3 lineage. (A) Maximum likelihood phylogeny generated from the
nonrecombinant regions of the whole-genome alignment of 669 isolates from the PMEN3 lineage. Branches are
colored by clade, as identified in the key. Units for the scale bar are the number of point mutations along a
branch. (B) Bars highlighting the country of origin; serotype; resistance to penicillin, trimethoprim and
Figure 1 continued on next page
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2015; Figure 1). This range was sufficient for the estimation of a molecular clock (Figure 1—figure
supplement 1). This estimated the most recent common ancestor (MRCA) existed in 1949 (95%
credible interval of 1930–1962) and the lineage had a molecular clock rate of 1.71  10 6 substitu-
tions per site per year (95% credible interval of 1.56  10 6 to 1.87  10 6 substitutions per site per
year). The PMEN3 phylogeny was dominated by the 491-isolate ST156 clade, which was found in 27
countries mainly from South America (192 isolates), North America (90 isolates) and Europe (85 iso-
lates). There was also a smaller, 33 isolate clade of ST143 isolates, which was found in Poland (11 iso-
lates), Belarus (8 isolates), and six other countries. Most of the PMEN3 isolates were either of the
ancestral serotype 9V or serotype 14, with changes between these two serotypes accounting for 9
of 36 serotype switches reconstructed within the clade (Figure 1—figure supplement 2). Both sero-
types 9V and 14 were targeted by the PCV7 vaccine. However, a clade of 26 ST156 isolates from the
USA of serotype 19A, not included in PCV7, were derived from a MRCA estimated to exist in 2000
(95% credible interval of 1999–2001). This coincides with the date of PCV7’s introduction into the
USA, consistent with these switched isolates evading the vaccine and persisting until the 13-valent
conjugate vaccine (PCV13), which includes 19A, was introduced (Kim et al., 2016). In total 13 sero-
types were found in the PMEN3 lineage, of which 7 (11A, 13, 15A, 15B/C, 23A, 23B, and 35B) are
not found in the PCV13 vaccine. Hence, a single PMEN3 clade has rapidly diversified its surface anti-
gens as it has frequently disseminated between countries.
By contrast, the phylogeny representing the evolution of the PMEN9 lineage, constructed from
isolates of the GPSC18 strain (treated as synonymous with PMEN9 from here on in), was split into
multiple clades separated by deep branches (Figure 2). Even when excluding the outlying serotype
7C isolates, the only discernible molecular clock signal suggested this strain was centuries old (Fig-
ure 2—figure supplement 1). Despite this age, the individual clades were generally regionally con-
fined. The largest clade was associated with Germany (accounting for 166 of the 250 isolates), with
other representatives from Slovenia and China. Other clades were associated with the USA (account-
ing for 91 of the 98 isolates), South Africa (accounting for 68 of the 73 isolates), and China (account-
ing for 18 of 45 isolates). All the isolates in the three largest clades expressed serotype 14, as did
93% of all isolates in this phylogeny. Only nine serotype switches were identified across PMEN9,
including switches to 19F and 23F in the Chinese clade (Figure 2—figure supplement 2). In total,
there were six serotypes present within the collection, only two of which (16F and 7C) were not
found in the PCV13 vaccine. Overall, there was little evidence of frequent intercontinental transmis-
sion or antigenic diversification with this set of isolates. Hence, genomics suggests differing histories
for these lineages, despite them both being internationally disseminated antibiotic-resistant S. pneu-
moniae, commonly expressing the invasive serotype 14 and having identical sampling approaches.
Variation in transformation rates and imported sequence properties
The two lineages also differed in the patterns of recombination across their genomes. In the PMEN3
reference genome, there is a high density of recombinations around a 45 kb prophage region, indi-
cating frequent infection by phage. Exclusion of these recombination events allowed estimation of
Figure 1 continued
sulfamethoxazole, and the presence of the mobile genetic elements (MGEs) Tn1207.1 and Tn916 among isolates.
The abbreviated resistance phenotypes are resistant (R), intermediate-level resistant (I), and susceptible (S). Bars
map across to isolates on the phylogeny. (C) Simplified genome annotation of the PMEN3 reference isolate RMV4.
The highlighted regions correspond to peaks of recombination event frequency. Blue bars represent individual
genes annotated within the assembly. (D) Distribution of recombination events across the PMEN3 lineage. In the
upper half of the graph, red bars indicate recombination events occurring on internal nodes in the tree, which
were subsequently inherited by multiple descendant isolates. These bars align with isolates in the phylogeny in
section A and map to regions in the genome annotated in section C. Blue bars indicate recombination events on
terminal branches of the tree, identified in only one isolate. In the bottom half of the graph, the line represents the
frequency of recombination events along the genome’s length.
The online version of this article includes the following source data and figure supplement(s) for figure 1:
Source data 1. Sequence and epidemiological data for S. pneumoniae samples.
Figure supplement 1. Root-to-tip analysis of PMEN3 lineage.
Figure supplement 2. Serotype switching events across the PMEN3 lineage.
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Figure 2. Phylogenomic analysis of PMEN9 lineage. (A) Maximum likelihood phylogeny generated from the
nonrecombinant regions of a whole-genome alignment of 575 isolates from the PMEN9 lineage. Branches are
colored by clade, as identified in the key. Units for the scale bar are the number of point mutations along a
branch. (B) Bars highlighting the country of origin; serotype; resistance to penicillin, trimethoprim, and
sulfamethoxazole, and the presence of the mobile genetic elements (MGEs) Tn1207.1 and Tn916 among isolates.
Figure 2 continued on next page
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the overall ratios of base substitutions resulting from homologous recombination relative to point
mutations (r/m). Consistent with its more rapid serological diversification, r/m was higher in PMEN3
(13.1) than PMEN9 (7.7).
This difference in r/m could be due to the two lineages differing in three ways: (i) in the number
of recombinations, (ii) in the length of recombination events, or (iii) in the sources of their recombina-
tion events, with more divergent sources increasing the r/m.
The first explanation partially accounted for the difference: there were 0.115 recombinations per
point mutation in the PMEN3 reconstruction compared to 0.093 per points mutation in PMEN9.
Comparing the properties of the recombination events revealed no substantial difference in their
length distribution (Figure 3). However, PMEN3 generally imported sequences with a significantly
higher SNP density, with a median SNP density of 11.8 SNPs/kb of sequence imported, compared
to PMEN9, which had a median SNP density of 9.2 SNPs/kb (Mann–Whitney U = 4,162,888, n1 =
2613, n2 = 2823, two-sided, p<2.2  10 16). Therefore, the difference in r/m between the two line-
ages reflected both the increased frequency of recombination in the PMEN3 lineage, and the
increased diversity of the imported sequence.
Several peaks of recombination within the chromosome corresponded to loci likely to be under
immune selection. In PMEN9, there was an elevated density of recombinations affecting the psrP
gene, encoding the antigenic pneumococcal serine-rich repeat surface protein. Additionally, the
antigenic Pneumococcal Surface Protein C, encoded by pspC, is a recombination hotspot in both lin-
eages. Both these genes are highly diverse in pneumococcal populations, and
encode proteins eliciting strong immune responses from hosts (Croucher et al., 2017).
Both lineages also had large recombination hotspots at their cps loci, which determine an iso-
late’s serotype (Mostowy et al., 2017a; Salter et al., 2012). These loci underwent frequent diversifi-
cation in the serologically diverse PMEN3, with fewer events at this locus in PMEN9 (Figure 1—
figure supplement 2 and Figure 2—figure supplement 2). Within PMEN3, for switches from 9V to
14, the median recombination block size spanning the 20 kb cps locus was 26.5 kb in length. These
recombination blocks also frequently encompassed the neighbouring pbp1a and pbp2x genes,
encoding penicillin-binding proteins (PBPs) involved in penicillin resistance. In PMEN9, three of the
seven recombination events causing serotype switches affected either pbp1a or pbp2x; this propor-
tion increased to over 75% (26 of 34) of the recombinations associated with a serotype switch in
PMEN3.
Emergence of b-lactam resistance
Penicillin resistance was predicted using a random forest (RF) model trained on the PBP transpepti-
dase domains (TPDs; see Materials and methods), which categorized isolates using the pre-2008
CLSI meningitis resistance breakpoints (Figure 4—figure supplement 1). Using this classification of
the PMEN9 collection, 61% of isolates were susceptible to penicillin (recorded or predicted minimum
inhibitory concentration (MIC)  0.06 mg/ml), 38% of isolates were resistant (MIC  0.12 mg/ml) and
the remaining 1% were classified as intermediately resistant (0.06 mg/ml < MIC < 0.12 mg/
ml; Figure 2). However, in the PMEN3 collection only 20% of isolates were susceptible to penicillin,
with 79% being resistant and the remaining 1% classified as intermediately resistant (Figure 1).
Figure 2 continued
The abbreviated resistance phenotypes are resistant (R), intermediate-level resistant (I), and susceptible (S). Bars
map across to isolates on the phylogeny. (C) Simplified annotated genome of the PMEN9 reference isolate
INV200. The highlighted regions correspond to peaks of recombination event frequency. Blue bars represent
individual genes annotated within the assembly. (D) Distribution of recombination events across the PMEN9
lineage. In the upper half of the graph, red bars indicate recombination events occurring on internal nodes in the
tree, which were subsequently inherited by multiple descendant isolates. These bars are aligned with isolates in
the phylogeny in section A and map to regions in the genome annotated in section C. Blue bars indicate
recombination events on terminal nodes of the tree, occurring in only one isolate. In the bottom half of the graph,
the line represents the frequency of recombination events along the genome’s length.
The online version of this article includes the following figure supplement(s) for figure 2:
Figure supplement 1. Root-to-tip analysis of PMEN9 lineage.
Figure supplement 2. Serotype switching events across the PMEN9 lineage.
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Across the two PMEN lineages, there were 35 reconstructed changes in resistance profile for pen-
icillin. The most common alteration was acquisition of resistance by sensitive isolates, with 16 instan-
ces in the two lineages (46% of events). There were also seven instances of resistant isolates
reverting to penicillin sensitivity across the collections. In 20 of the 35 alterations in resistance profile,
the evolutionary reconstruction identified at least one of the three resistance-associated pbp genes
was altered by a concomitant recombination event.
In PMEN3, 99% of the ST156 clade was penicillin resistant. Recombinations altered pbp1a,
pbp2b, and pbp2x at the base of this clade (Figure 1). Combining the time-calibrated phylogeny
with the ancestral state reconstruction of penicillin resistance showed the penicillin-resistant propor-
tion of GPSC6 increased throughout the early 1980s, driven by the expansion of the ST156 clade,
which originated around 1984 (95% credible interval 1982–1986) (Figure 4). This expansion of resis-
tant lineages continued until the early 2000s when it then plateaued within the strain from roughly
2010 onward.
The highest MICs within the ST156 clade (up to 8 mg/ml) were associated with the vaccine escape
serotype 19A clade of isolates from the USA (Figure 4—figure supplement 2). This was a conse-
quence of a 53 kb recombination spanning the cps locus, which caused the alteration in serotype,
also spanning pbp1a and pbp2x (Figure 1—figure supplement 2). Hence, the PCV7-escape recom-
bination also reduced susceptibility to antibiotics. The converse situation was observed for a single
ST156 clade member that had reverted to susceptibility. A 53 kb recombination event, causing a
switch from serotype 9V to 15B/C (Figure 1—figure supplement 2), restored the ancestral, suscep-
tible versions of pbp2x and pbp1a.
Figure 3. Summary of recombination differences between the PMEN3 and PMEN9 lineages. (A) Plotting the SNP density of recombination events
relative to their length across both lineages. Dots represent individual recombination events and are colored by the lineage in which they were inferred.
(B) Overlaid histograms of the SNP densities of recombination events across PMEN3 and PMEN9. (C) Overlaid histograms of the length, in bases, of
each recombination event across PMEN3 and PMEN9.
D’Aeth et al. eLife 2021;10:e67113. DOI: https://doi.org/10.7554/eLife.67113 8 of 35




Figure 4. Emergence of resistant lineages within PMEN3 through time. (A) Time-calibrated phylogeny of PMEN3. Branches are colored by inferred
resistance phenotype. Pie charts present at nodes represent the inferred probability of each phenotype by an ancestral reconstruction. Blue bars across
the nodes represent the 95% credible interval for the age of the node. (B) The reconstructed absolute number of branches per resistant phenotype
through time. (C) The proportion of total branches over time reconstructed as having each of the resistance phenotypes.
The online version of this article includes the following figure supplement(s) for figure 4:
Figure supplement 1. Comparisons of category agreement across different penicillin resistance breakpoints.
Figure supplement 2. Histograms of recorded minimum inhibitory concentration (MIC) values for penicillin across the PMEN3 and PMEN9 lineages.
Figure supplement 3. Origin of pbp genes for penicillin-resistant isolates.
Figure supplement 4. Analysis of the origin of the murM gene across the PMEN3 and PMEN9 lineages.
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In contrast to PMEN3, penicillin resistance emerged independently in different
locations within PMEN9. The USA and South African clades appear to have both separately gained
resistance in a stepwise manner. At the base of the highly resistant USA clade, there was a 3.2 kb
recombination spanning the pbp2x gene (Figure 4—figure supplement 2). Subsequent recombina-
tions modifying the pbp1a, then pbp2b, genes further increased penicillin resistance. Similarly,
within the South African clade, pbp2b and pbp2x were both modified by recombination in the iso-
lates’ MRCA. Resistance was elevated in a subset of isolates through further modification of pbp1a
through recombination. Alteration in the pbp2x and pbp2b genes are the first steps towards resis-
tance, with pbp1a modifications required for higher levels of resistance, although isolates with solely
a mosaic pbp2x gene have been found to be resistant to penicillin (Zapun et al., 2008). In general,
we observed penicillin resistance rapidly emerged and spread worldwide in PMEN3, whereas
PMEN9 exhibits repeated, stepwise acquisition of modified pbp genes in multiple regions.
Role of interspecies transformation in b-lactam resistance
As penicillin resistance was originally demonstrated to involve the acquisition of sequence from
related commensal streptococci (Dowson et al., 1993; Dowson et al., 1990; Laible et al., 1991),
the origin of these pbp genes within recombination events was analyzed with a simple statistic, g
(see Materials and methods). This had a value of 1 if a recombination was likely to originate within S.
pneumoniae, else was lower if it came from a donor of a related species. For gains of resistance
from sensitivity across the PMEN3 and PMEN9 lineages, the median g score for pbp1a was 1.0,
while for pbp2b it was 0.95 and for pbp2x it was 0.72. This pattern was exemplified by the emer-
gence of ST156 (pbp1a = 1.0, pbp2b = 0.92 pbp2x = 0.62), suggesting that the pbp2x and pbp2b
loci were most affected by recombination with nonpneumococcal streptococci. By contrast, the g
score for the pbp1a and pbp2x genes was 1.0 for the reversion to penicillin susceptibility within
ST156, consistent with a restoration of the ancestral pneumococcal alleles (pbp2b was not present
within a recombination block for this alteration).
The origin of resistance-associated pbp alleles was analyzed across the species using the GPS col-
lection. Penicillin resistance levels across 621 GPSCs were estimated using the RF method, as
described for the PMEN3 and PMEN9 lineages (see Materials and methods). Overall, the RF method
generated penicillin resistance phenotype predictions for 19,962 of 20,043 (99%) isolates. Most iso-
lates (64%) were susceptible to penicillin, while 30% were classified as resistant, and the remaining
6% as intermediately resistant. Ancestral state reconstructions identified 338 changes in penicillin
resistance phenotypes across the 17,590 isolates present within 146 resistance-associated GPSCs
(see Materials and methods). The joint most common changes were susceptible to resistant, and sus-
ceptible to intermediately resistant, occurring 117 times (35%) each. In total, 184 of the 338 altera-
tions (54%) were associated with an inferred recombination event affecting at least one of pbp1a,
pbp2b, or pbp2x. The pbp2x gene was most frequently identified as being altered by recombina-
tion, occurring in 100 of the 184 alterations in nonsusceptibility associated with a recombination.
As was the case with the PMEN lineages, the emergence of resistance from susceptible geno-
types was often associated with parts of the pbp2x and pbp2b genes being imported from other
species (indicated by g < 1; Figure 4—figure supplement 3). The median g score for pbp2b was
0.96, and the gene had a g score below 1 in 22 gains of resistance. While the median g score for
pbp2x was 1.0, there were 15 gains of resistance where g was below 1. The median g score of
pbp1a was 1.0, with only one instance where its score was below 1, again consistent with little modi-
fication by interspecies exchanges. However, where resistant isolates reverted to susceptibility,
across all three genes the median g score was 1.0, indicating within-species recombinations could
cause the loss of resistance.
Evolution of resistance through recombination at other core loci
In PMEN3, there were further peaks in recombination frequency around the murM gene (Figure 1),
which encodes an enzyme involved in cell wall biosynthesis (Filipe et al., 2000) that has also been
implicated in affecting penicillin resistance (Dewé et al., 2019; Filipe and Tomasz, 2000). Yet com-
pared to the pbp genes, the relationship between murM modifications and penicillin resistance is
much less precisely characterized. Therefore, an alignment of the murM sequences was analyzed
with fastGEAR (Mostowy et al., 2017b) to identify any patterns of sequence import from related
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species that may be associated with penicillin resistance (Figure 4—figure supplement 4). This
revealed evidence of recombination with S. pseudopneumoniae and S. mitis at murM in both line-
ages. However, only one modification, affecting the region between 946 bp and 1143 bp within
murM, was associated with high-level penicillin resistance. This alteration was observed in both the
PMEN9 USA clade and the PMEN3 19A clade, which exhibited the highest penicillin MICs in their
respective lineages (Figure 4—figure supplement 2).
In PMEN9, there was a high density of recombination events affecting the dhfR gene (encoding
dihydrofolate reductase; also known as dyr), the sequence of which determines resistance to trimeth-
oprim, one of the two components (along with sulfamethoxazole) of co-trimoxazole (Maskell et al.,
2001). PMEN9 was largely trimethoprim and sulfamethoxazole sensitive, with 60% and 54% of iso-
lates predicted to be susceptible, respectively (Figure 2). As with penicillin nonsusceptibility though,
resistance to cotrimoxazole components emerged in parallel across multiple clades. Within the
South African clade, for instance, 99% were resistant to sulfamethoxazole and 77% were resistant to
both trimethoprim and sulfamethoxazole. Even higher levels were observed within the USA and Chi-
nese clades, in which 94% and 100% of isolates were resistant to both trimethoprim and sulfameth-
oxazole, respectively.
Trimethoprim and sulfamethoxazole resistance were much more widespread among the PMEN3
lineage. In total, 80% of isolates within PMEN3 were trimethoprim resistant and 81% were sulfa-
methoxazole resistant (Figure 1). This spread was mainly driven by the expansion of the ST156
clade, which inherited alleles conferring both these resistance phenotypes. By contrast, within the
ST143 clade, only 12% of isolates were trimethoprim resistant and 36% were sulfamethoxazole resis-
tant. The 15 isolates from South Africa in the PMEN3 lineage were all resistant to both trimethoprim
and sulfamethoxazole. The high levels of resistance to both antibiotics in South Africa across PMEN3
and PMEN9 could be driven by widespread cotrimoxazole consumption, as it is commonly used as a
prophylactic treatment against secondary infections in HIV-positive individuals (Daniels et al., 2019).
This was tested using all genomic data from the GPS collection. Most isolates were resistant to
sulfamethoxazole (11,594 of 20,043; 58%), with fewer isolates resistant to trimethoprim (7770 of
20,043; 39%). The combination of resistances, conferring full co-trimoxazole resistance, was identi-
fied in 7666 isolates (38%). Consistent with the observations within the PMEN3 and PMEN9 lineages,
all of these resistance phenotypes were more common in the 4615 South African isolates: 2991
(65%) were resistant to sulfamethoxazole; 2040 (44%) were resistant to trimethoprim; and 1996 iso-
lates (43%) were fully resistant to co-trimoxazole.
MGE spread in PMEN3 and PMEN9
Other antibiotic resistance phenotypes are determined by acquired genes, rather than alterations to
the sequences of core genes. Two types of resistance-associated MGEs were widespread in PMEN3
and PMEN9: those related to Tn916, an ICE encoding tetM for tetracycline resistance; and those
related to Tn1207.1, a transposon encoding a mef(A)/mel efflux pump causing macrolide resistance
(Johnson and Grossman, 2015; Del Grosso et al., 2002).
Tn916-type elements were present in 70 representatives of PMEN3 (Figure 1). An ancestral state
reconstruction identified 17 independent insertions. Only two spread to a notable extent: one was a
clade of 22 isolates within the ST156 clade, and the other was ST143. However, there were multiple
instances of Tn916-type elements being lost, by 5 and 13 isolates in each clade, respectively. In
PMEN9, Tn916-type elements were present in 150 isolates (Figure 2). The most common was in the
South African clade, where Tn916-type elements were found in 71 of the 73 isolates in this clade,
with likely deletion in two isolates. Similarly, 40 of the 45 isolates within the Chinese clade had also
acquired Tn916-type elements, with 5 isolates without an element appearing to have lost these
independently.
Tn1207.1-type elements were more common in both strains. They were found in 108 isolates of
PMEN3 (Figure 1), resulting from 27 independent insertions. The two insertions associated with the
largest clonal expansions were one within the 19A subclade (26 isolates) and a second in another
subclade of ST156 (25 isolates). The other 25 insertions were less successful, appearing sporadically
around the phylogeny. In PMEN9, Tn1207.1-type elements were present in 341 isolates (Figure 2).
The elements were present in 92 isolates of a subclade of the USA clade and ubiquitous in the 238
isolates of the German clade, the most successful insertion observed in the collection.
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Hence, both Tn916-type and Tn1207.1-type elements were acquired on multiple occasions by
both lineages, suggesting frequent importation. However, few of these insertions resulted in interna-
tionally disseminated antibiotic-resistant pneumococcal genotypes.
Selection for local expansion of macrolide-resistant S. pneumoniae
The expansion of the German clade carrying Tn1207.1-type elements represented an unusual case
of an MGE insertion being associated with a successful genotype. This suggested strong selection
for a macrolide-resistant genotype in Germany in recent years. However, German antibiotic con-
sumption is generally low relative to the rest of Europe (Hansen et al., 2013). Additionally, the Ger-
man PMEN9 clade is b-lactam susceptible. However, based on macrolide and penicillin consumption
data for the period from 1992 to 2010, Germany had a high ratio of macrolide-to-b-lactam usage rel-
ative to other European countries (Figure 5—figure supplement 1).
All the German isolates within this clade were serotype 14, which was included in the PCV7 vac-
cine, introduced into the universal vaccination program for children under 2 years of age in Germany
in 2006 (Linden et al., 2016). Therefore, the 103 isolates collected prior to the introduction of PCV7
were used to test whether this atypical pattern of antibiotic consumption could explain the success
of the clade. There was significant evidence of a molecular clock, based on the correlation between
the root to tip distance and the date of isolation for this clade (Pearson’s correlation coefficient; R2
= 0.15, n = 103, p value<1  10 4; Figure 5—figure supplement 2). This estimated the clade’s
MRCA existed in 1970. Generating a time-calibrated phylogeny using BactDating (Didelot et al.,
2018) suggested a relatively slow clock rate of 5.30  10 7 substitutions per site per year (95% cred-
ibility interval of 3.98  10 7 to 6.75  10 7 substitutions per site per year). The Skygrowth package
(Volz and Didelot, 2018) was then used to reconstruct the effective population size, Ne, and the
growth rate of Ne through time of this clade. The antibiotic usage data over this period was used as
a covariate to test for evidence of selection by changing consumption (Figure 5).
From the reconstruction without using the macrolide and b-lactam consumption data, it is evident
this lineage expanded rapidly during the late 1990s and early 2000s, with its peak in growth rate
around 1997 preceding a peak in Ne around 2003. Both Ne and growth rate subsequently declined.
The maximum macrolide-to-b-lactam consumption ratio was in the mid-to-late 1990s. Hence, the
peak Ne growth rate, rather than maximum Ne itself, coincided with the timing of the highest con-
sumption ratio. A similar observation was made for methicillin consumption and the spread of methi-
cillin-resistant Staphylococcus aureus (Volz and Didelot, 2018).
Correspondingly, incorporating the macrolide-to-b-lactam consumption ratio into the reconstruc-
tion identified a significant relationship between the lineage’s growth rate and this measure of anti-
biotic consumption. This was reflected by the macrolide-to-b-lactam consumption ratio having a
significant positive mean posterior effect of +0.26 (95% credible interval +0.07 to +0.51) on the
growth rate of the clade (Volz and Didelot, 2018). Additionally, the credible intervals for the growth
rate estimation narrowed when consumption data were incorporated into the phylodynamic analysis.
Both results support the hypothesis that growth rate was correlated with the contemporary patterns
of antibiotic consumption in Germany, consistent with selection pressures from national-level pre-
scribing practices driving the expansion of this clade in the late 1990s. As expected for a b-lactam-
sensitive genotype, an analogous analysis found b-lactam consumption by itself had no significant
effect on the growth rate of the clade (mean = +0.17, 95% credible interval  0.10 to 0.53; Fig-
ure 5—figure supplement 3). Macrolide consumption alone did have a significant effect (mean =
+0.21, 95% credible interval +0.03 to +0.50; Figure 5—figure supplement 4), albeit to a lesser
extent than the macrolide-to-b-lactam ratio. Hence, the increasing consumption of macrolides in
Germany, compared to b-lactams, can explain this PMEN9 clade’s expansion in the 1990s.
The absence of penicillin resistance, or vaccine evasion through serotype switching
(Croucher et al., 2015a), is a consequence of the Tn1207.1 element itself. This MGE inserted into,
and split, the gene comEC (Figure 5—figure supplement 5), which encodes a membrane channel
protein integral to extracellular DNA uptake during competence (Bergé et al., 2002). Therefore,
these cells were unable to import DNA for transformation, necessary for serotype switching and the
acquisition of penicillin resistance alleles of the pbp genes (von Wintersdorff et al., 2016). The
impact of this insertion is evident from the absence of ongoing transformation within the German
clade (Figure 2).
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Figure 5. Expansion of a macrolide-resistant clade in Germany prior to vaccine introduction. (A) The ratio of macrolide-to-b-lactam consumption in
Germany. (B) The change in Ne through time inferred by Skygrowth, with the red line showing the results of the analysis that did not include covariates,
and the blue line showing the results of the analysis that incorporated the macrolide-to-b-lactam ratio into the phylodynamic reconstruction. Shaded
regions represent the 95% credible intervals. (C) The reconstruction of the growth rate of Ne through time. The red line represents the result of model
fitting without covariates, and the blue line when the macrolide-to-b-lactam ratio data were incorporated. Shaded regions represent the 95% credible
interval for the reconstruction.
The online version of this article includes the following figure supplement(s) for figure 5:
Figure supplement 1. Ratio of macrolide-to-b-lactam consumption in Europe.
Figure supplement 2. Root-to-tip analysis of 162 German isolates within PMEN9.
Figure supplement 3. Skygrowth analysis incorporating b-lactam consumption data.
Figure 5 continued on next page
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Analysis of the origin of this MGE, using the flanking regions as for the pbp genes above,
revealed a probable interspecies origin. The flanking regions immediately adjacent to the insertion
have a low percentage identity when aligned to other pneumococci, ranging between 92 and 94%
(Figure 5—figure supplement 5). The immediate upstream 500 bp region most closely matched to
a S. mitis reference genome (accession code AFQV00000000). Therefore, other acquisitions of com-
mon MGEs, related to either Tn1207.1 or Tn916, were analyzed to determine whether they had also
been recently imported from related commensal species.
Multiple independent acquisitions of resistance genes in S. pneumoniae
We first identified the set of insertion sites for Tn916-type and Tn1207.1-type elements in S. pneu-
moniae using the 20,043 genomes from the GPS project. The genomes were searched for these two
elements, and hits were categorized into unique insertion types (a specific combination of MGE
length and insertion location) to identify distinct acquisition events. The branch of the GPSC phylog-
eny on which these insertions occurred was then identified, allowing the determination of whether
an element was gained via homologous recombination (see Materials and methods).
At least one of the elements was found in 6101 isolates (30% of the GPS collection) across 262
GPSCs (see Materials and methods). Of these, 1333 isolates contained both Tn1207.1-type and
Tn916-type elements (7%). The Tn1207.1-type element was found across 86 GPSCs. The mean prev-
alence of Tn1207.1-type elements in GPSCs in which it was present was 27%. Of the 1971
isolates (10% of the GPS collection) containing Tn1207.1-type elements, 1940 isolates were within
146 resistance-associated GPSCs (see Materials and methods). These encompassed 17,590 isolates,
upon which further analyses of the insertions were undertaken. For the 1940 isolates in these resis-
tance-associated GPSCs, 1800 (93%) had their insertion point successfully reconstructed. The major-
ity of the 140 isolates where the insertion point was not reconstructed had the Tn1207.1-type
element present within a small contig with no flanking hits to the reference (74 of 140). There were
50 unique reconstructed insertion types of the Tn1207.1-type element, distributed across 27 differ-
ent insertion loci (Figure 6). Some insertion loci were targeted by multiple insertion types. The loci
surrounding the rlmCD gene, encoding a 23S rRNA methyltransferase, was the most common tar-
get, with nine different Tn1207.1 insertion types targeting this region. The most common insertion
type was as a Mega-type cassette within a Tn916-like element, which occurred in 1033 (57%) of the
isolates. Hence, the diversity of Tn1207.1 insertion types was relatively low, with a Simpson’s diver-
sity index of 0.64.
Tn1207.1-type elements sometimes disrupted the host cell’s machinery upon their integration.
For instance, the second most common insertion type for Tn1207.1 was the 5.5 kb Mega version of
the element inserting into, and splitting, tag (Del Grosso et al., 2006). The tag gene encodes a
methyladenine glycosylase, involved in DNA base excision repair. This was present in 260 isolates
(14% of identified hits) across 30 different GPSCs. This was also common in the PMEN collections,
with Tn1207.1 within the USA clade of PMEN9 being in the form of Mega splitting tag (Figure 6—
figure supplement 1). The insertion of the 7.2 kb Tn1207.1 element into comEC, as in the German
PMEN9 clade, was the third most common, accounting for 5% of insertions (92 isolates) in the GPS
collection and appearing in four different GPSCs.
Contrary to the results for PMEN3 and PMEN9, Tn916-type elements were more widespread
than Tn1207.1-types among the collection, being present in 5463 isolates across 248 GPSCs. The
mean prevalence for Tn916 was 63% among GPSCs in which it was present. Of these isolates with
Tn916-type elements, 5230 were within the 146 resistance-associated GPSCs, upon which further
analysis was conducted. The insertion sites of 1895 (36%) of these 5230 isolates were not classifiable.
This was primarily due to elements being present in contigs with no, or very short, matches to the
reference genome (1496 isolates). For the classifiable 3335 isolates (64% of insertions), there were
407 unique reconstructed insertion types, distributed across 102 different insertion sites (Figure 7).
The insertion sites harboring the joint greatest number of Tn916-type integrations were adjacent to
Figure 5 continued
Figure supplement 4. Skygrowth analysis incorporating macrolide consumption data.
Figure supplement 5. Insertion of Tn1207.1 within PMEN9 reference genome.
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Figure 6. Detected insertion points of Tn1207.1-type elements within S. pneumoniae. Genome of the reference S. pneumoniae RMV4 isolate (ENA
accession code: ERS1681526) annotated with genes that Tn1207.1-type elements have inserted either into, or adjacent to, among the collection. Only
genes present within this mobile genetic element (MGE)-free reference are annotated. Gray bars represent coding sequences (CDS): lighter gray bars
represent CDS annotated on the forward strand of the genome, darker gray bars represent those on the reverse strand of the genome. The inner heat
map represents the number of isolates that have hits inserted into, or adjacent to, the annotated genes. The color scale is logarithmically transformed.
The online version of this article includes the following figure supplement(s) for figure 6:
Figure supplement 1. Insertion of a Tn1207.1-type element as Mega within tag.
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Figure 7. Detected insertion points of Tn916-type elements within S. pneumoniae. Annotated genome of the reference S. pneumoniae RMV4 isolate
(ENA accession number: ERS1681526) with genes where Tn916-type elements have inserted either into, or adjacent to, among the collection. Only
genes present within this mobile genetic element (MGE)-free reference are annotated. Gray bars represent coding sequences (CDS): lighter gray bars
indicate CDS encoded by the forward strand of the genome, darker gray bars indicate CDS encoded by the reverse strand of the genome. The inner
heat map represents the number of isolates that have hits inserted into, or adjacent to, each of the annotated genes. The color scale is logarithmically
transformed.
The online version of this article includes the following figure supplement(s) for figure 7:
Figure supplement 1. Insertion of a Tn916-type element downstream of recJ.
Figure supplement 2. Insertion of a Tn916-type element downstream of gmuF.
Figure supplement 3. Insertion of a Tn916-type element upstream of gidB.
Figure supplement 4. Insertion of a Tn916-type element upstream of rplL.
Figure supplement 5. Insertion of a Tn916-type element upstream of rplL.
Figure supplement 6. Insertion of a Tn916-type element upstream of rplL.
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the rbgA gene, which encodes a ribosomal biogenesis GTPase and is a common insertion site for
Tn5253 (Santoro et al., 2018), and the spxA gene, which encodes a transcriptional regulator for the
comCDE competence operon (Turlan et al., 2009), with 42 different insertion types proximate to
both. The Simpson’s diversity index for Tn916-type element insertion types was 0.97, indicating
these elements are much more variable in how they integrate into the S. pneumoniae genome
compared to Tn1207.1-type elements.
The most common unique reconstructed insertion types for Tn916-type elements were insertions
of the Tn2010 and Tn2009 elements between ydiB and ftsE, which both encode ATPases involved in
cell wall synthesis. These are combinations of Tn916 and the Mega cassette, related to Tn1207.1.
The majority of these insertion types occurred within the globally distributed GPSC1 lineage
(Lo et al., 2019) (containing the PMEN14 lineage): 364 of the 372 Tn2009 insertion-type examples,
and 354 of the 360 Tn2010 insertion-type examples. Tn916-type elements were often present as
even larger composite elements, such as the 64.5 kb Tn5253 element, formed by Tn916-type ele-
ments inserting into Tn5252-type ICE. The next most common insertion type after Tn2009 and
Tn2010 was a Tn916-type element as part of a 66 kb insertion between the immunoglobulin A prote-
ase zmpA (Poulsen et al., 1996) and rbgA, present in 177 isolates. This insertion contained the
majority of the Tn5253 backbone, although the Wcat cassette (encoding the chloramphenicol acetyl-
transferase resistance gene) was missing, and the Tn916-type element was
Tn2009 rather than Tn916 itself. The next most common composite ICE insertion was an 84 kb ele-
ment containing Tn2009 and a Wcat element, present in 59 isolates in GPSC16. Overall, Tn916-type
elements were present in elements over 50 kb in length in 943 isolates (28% of classifiable hits). The
diversity in both Tn5253-type insertion sites and cassette content made accurately reconstructing
Tn916-type element insertion types difficult.
Diverse insertion sites of MGEs
Given this distribution of insertion types and recombination-corrected phylogenies for each strain,
ancestral state reconstruction was used to identify the insertions of Tn916-type and Tn1207.1-type
elements across the GPS collection. For Tn1207.1-type elements, the 50 unique reconstructed inser-
tion types were found to have inserted 222 times across 59 GPSCs. The most frequent insertion type
was the short 4.5 kb element splitting the tag gene. This insertion occurred 72 times, representing
32% of all acquisitions of the cassette across S. pneumoniae.
For Tn916-type elements, there were a much larger number of insertion events: 1023 across the
128 GPSCs in which the insertion types could be reconstructed. Overall, 163 of the 407 Tn916-
type element insertion types appeared to insert multiple times across the collection. The most fre-
quent insertion (29 times across eight different GPSCs) was a 42 kb Tn5253-like element, containing
only tetM as a resistance gene, inserted upstream of zmpA.
The proportion of these insertions occurring within putative recombinations differed between the
two elements. For Tn1207.1-type elements, 55% of insertions were within recombination blocks (123
of 222) compared with only 8% of the insertions for Tn916-type elements (81 of 1023). This differ-
ence could have multiple explanations. Tn916 encodes for its own conjugative machinery and is
often present within larger conjugative elements, and therefore may frequently move independently
of transformation. Alternatively, Tn916 may be imported through transformation, but then transpose
between loci once in a cell, thus moving away from its site of insertion. Such variation would occur
post-insertion, in a pneumococcal strain’s recent evolutionary history. The median Simpson’s diver-
sity index for within-GPSC Tn916-type element insertion site diversity was 0.54, whereas for
Tn1207.1-type elements it was 0.25. This suggests that Tn916-type elements, once inserted, might
excise and transpose within the chromosome at a higher rate than Tn1207.1-type elements.
Recombinations mediated by transformation are generally much shorter than the lengths of these
elements (Figure 8), and such exchanges generally favor deletion of elements rather than insertion
(Apagyi et al., 2018). Comparisons of the length distribution and SNP density for recombination
events that imported a Tn916-type or Tn1207.1-type element, against other recombination events,
suggested they were atypical (Figure 8). MGE recombinations were significantly longer, with a
median length (excluding the length of the element itself) of 10.9 kb, compared to a median length
of 7.4 kb for non-MGE recombinations (Mann–Whitney U test; U = 7,775,792, n1 = 183, n2 =
66,419, two-sided p=6.18  10 11). Additionally, the median SNP density (excluding the region
including the element itself) was significantly higher for MGE recombinations, at 4.41 SNPs per kb,
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compared to non-MGE recombinations with a median of 3.49 SNPs per kb (Mann–Whitney U test; U
= 7,643,988, n1 = 183, n2 = 66419, two-sided p=1.62  10 9). Given the pneumococcus tends to
be conserved at core genome loci (Lees et al., 2019), the higher SNP density of these transforma-
tion events inserting MGEs was consistent with them originating from donors of other species, as
with the integration splitting comEC in the German PMEN9 clade.
Interspecies origin of MGEs
The origin of Tn1207.1-type and Tn916-type elements imported by homologous recombination was
analyzed using the same g score as for the pbp loci. For Tn1207.1-type elements, the median g
score was 0.88 for insertions across the flanking lengths and insertion types. For control isolates,
where the element was not inserted and the orthologous flanking regions were extracted, the
median g score was 1.0. The overall distribution of g scores was significantly lower between the con-
trol and MGE isolates (Mann–Whitney U = 2,860,659, n1 = n2 = 3690, two-sided, p<2.2  10 16).
This lower score for MGE flanks, relative to orthologous regions in isolates without the MGE, likely
represents MGEs being acquired from other species.
For Tn916-type element insertions within recombination blocks, the median g scores for both
control and MGE isolates were 1.0. However, a Mann–Whitney U test revealed significant difference
between the control and MGE isolates g scores, with Tn916-type element insertions scoring lower (U
= 1,642,284, n1 = 2260, n2 = 2250, two-sided, p<2.2  10 16). Hence, there is evidence that some
of the Tn916-type element insertions occurred through interspecies recombinations.
Figure 8. Comparison of length and SNP density of recombination events. (A) Scatter plot of the SNP density and size of homologous recombinations,
with events classified based on whether they imported Tn916-type or Tn1207.10-type mobile genetic elements (MGEs). Blue contour lines summarize
the density of all points. (B) Overlaid histogram comparing the SNP density of recombination events that imported MGEs relative to those that did not.
(C) Overlaid histogram comparing the length of recombinations that imported MGEs relative to those that did not.
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The trends in the most closely matching species to the flanking regions, over increasing distance
from the MGE, followed the expectation for interspecies transfers (Figure 9). The control flanking
regions matched most closely to pneumococci at all tested lengths. For regions flanking MGE inte-
grations through homologous recombination, non-pneumococcal species matches were much more
frequent closer to the insertion. As the flank length increased from 500 bp to 7500 bp, and linkage
to the integrated resistance gene decreased, the recombinant isolates were more likely to match
pneumococcal DNA.
For Tn1207.1-type elements, S. mitis was the most likely donor (Figure 9). In the regions
upstream of the Tn1207.1 insertion, S. mitis was the top match for 92% of 500 bp long flanks. Even
at longer flank lengths, S. mitis was still the leading match for upstream regions, although for
Figure 9. Identification of likely sources of Tn916-type and Tn1207.1-type elements. Flanking regions upstream and downstream from mobile genetic
element (MGE) insertion sites were compared to a reference streptococcal database. Lines represent the proportion of matches, across all element
acquisitions reconstructed as having occurred through homologous recombination, that correspond to the four species present in the reference
streptococcal database. The dashed unmodified locus lines represent data from the orthologous regions of isolates without the MGE insertion. These
proportions were calculated at 500 bp increments over 7.5 kb-long flanking regions either side of the insertion site.
The online version of this article includes the following source data and figure supplement(s) for figure 9:
Source data 1. Closest species match to the 500 bp region upstream of tag-disrupting Tn1207.1 insertions.
Figure supplement 1. Flanking region origin for Tn1207.1-type element tag insertions.
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downstream regions the pneumococcus tended to become the predominant match to flanks by 4 kb
outside of the insertion. The most common Tn1207.1 insertion, that splitting the tag gene, can be
used to illustrate the local import of sequence from another species (Figure 9—figure supplement
1). For the downstream flanks (Figure 9—figure supplement 1B), the g score trend appeared
roughly linear with increasing flank length, with the evidence for imported S. mitis sequence disap-
pearing 4 kb from the insertion site. However, for the upstream flanking regions (Figure 9—figure
supplement 1A), the median g score remained low with increasing flank length, with a median of
0.83 at 7.5 kb upstream of the insertion. This upstream region, replaced by S. mitis sequence in
many isolates, extended into the uvrA gene, another component of the nucleotide excision repair
machinery within the pneumococcus. The consistency of top matches for this Tn1207.1-type element
insertion into tag was high across the 66 independent acquisitions within recombination events (Fig-
ure 9—source data 1). For the 500 bp upstream region, 85% of the insertions (56 of the 66 within
recombination blocks) had the S. mitis 21/39 (accession code AYRR00000000) reference as their top
hit. In total, 97% of these upstream regions (64 of 66) had their top hit as an S. mitis sequence.
The less pronounced signal for the interspecies origins of Tn916-type element insertions (Figure 9)
may be a consequence of the difficulty of identifying insertion sites for this larger MGE, resulting in
some interspecies transfers being missed. Within the PMEN lineages, 13 of the 61 insertions (21%)
of Tn916-type elements were detected to have inserted within putative recombination events. All 13
of these had either their immediate upstream or downstream (or both) regions matching most
closely to non-pneumococcal species. To verify these insertions were from interspecies recombina-
tion events, a selection was also investigated manually. This applied to independent insertions near
recJ (Figure 7—figure supplement 1); gmuF, which encodes mannose-6-phosphate isomerase (also
known as manA; Figure 7—figure supplement 2), and gidB (Figure 7—figure supplement 3). Of
these, the upstream regions of the recJ and gmuF insertions were identified by the algorithm to
match most closely to S. mitis, while the upstream region of the gidB insertion matched most closely
to S. pseudopneumoniae. The relatively low percent identity scores in the flanking regions inspected
manually supports the hypothesis that these elements were likely imported from another species.
Insertions detected outside of putative recombination events were also investigated in detail.
Tn916-type elements, with flanking fragments of Tn5252, inserted near rplL on three independent
occasions within PMEN3 (Figure 7—figure supplement 4; Figure 7—figure supplement 5; Fig-
ure 7—figure supplement 6). This gene encodes a 50S ribosomal protein, and is often the site of
Tn5252-type ICE integrations (Croucher et al., 2009). Given the sequence divergence in the flanking
regions from the reference, these insertions were also likely to be interspecies in origin. These were
likely missed due to inaccurate reconstruction of the insertion node of these elements, occurring in
parallel across the phylogeny. The misclassification of these insertions by the algorithmic approach
suggests that these results may underestimate the overall contribution of interspecies homologous
recombination in the spread of Tn916-type elements.
Discussion
These analyses describe the evolutionary histories of the S. pneumoniae PMEN3 and PMEN9 line-
ages. Comparisons between the pair illustrate the variable epidemiology of common antibiotic-resis-
tant pneumococci. Most PMEN3 isolates belonged to the penicillin- and cotrimoxazole-resistant
ST156 clade, which emerged in the early 1980s, and rapidly spread worldwide. This resembles the
rapid global spread of PMEN1 and PMEN14 (Croucher et al., 2011; Croucher et al., 2014c). How-
ever, the antibiotic-resistant bacteria within PMEN9 represent similar resistance profiles emerging
independently multiple times, but in clades that remained geographically associated with particular
locations. This is despite the GPSC18 strain, from which PMEN9 emerged, originating earlier than
PMEN3. Yet, all antibiotic-resistant clades of PMEN3 and PMEN9 shared a history of acquiring resis-
tant loci that had originated from related species via transformation. This points to the important
role of commensal species in disseminating resistance genes among pathogenic populations.
As observed in other antibiotic-resistant lineages, both PMEN3 and PMEN9 acquired penicillin
resistance via modification of pbp genes through the importation of sequence from other species
(von Wintersdorff et al., 2016; Dowson et al., 1993; Dowson et al., 1990; Laible et al., 1991).
This was most frequently observed at the pbp2b and pbp2x genes, which are usually the first altera-
tions required for low-level penicillin resistance to emerge (Dewé et al., 2019). However, substantial
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alterations in pbp1a are associated with higher levels of resistance, above the 0.12 mg/ml used as
the threshold for defining resistance with the RF model (du Plessis et al., 2002). Hence, the lack of
strong evidence for pbp1a being modified by sequence from other species may be an artifact of
how transitions between discrete resistance levels were identified in this study. This may also apply
to the alterations to the 30 end of murM (Smith and Klugman, 2001), modified by integration of
sequence from other streptococcal species in PMEN3 and PMEN9 clades exhibiting high penicillin
resistance. These clades also had modified pbp genes, suggesting epistatic interactions are likely to
be important in fully understanding the role of the murM imported segments (Skwark et al., 2017).
Typically, transformation events generating mosaic pbp and murM gene structures are short, and
confined to few, specific loci (Hakenbeck et al., 1998; Hakenbeck et al., 2001). Our results extend
the importance of interspecies transformation to show its role in importing long stretches of
DNA. These long transformation events can cause structural variation, particularly through the inte-
gration of antibiotic resistance cassettes, at many sites around the chromosome. Such transforma-
tions are atypical in two regards. Firstly, in the high density of SNPs they introduce into the
recipient, as the efficiency of exchanges decreases exponentially with sequence divergence
(Majewski et al., 2000). Secondly, insertion of large loci is rare because transformation events’ effi-
ciency decreases exponentially with the length of the imported donor locus (Apagyi et al., 2018).
Correspondingly, the recombinations importing resistance genes originating in other species are
clearly atypical in their properties among all detected homologous recombinations (Figure 8). This
mirrors the serotype switching recombinations importing the cps loci required to escape vaccine-
induced immunity, which were much larger than most detected around the genome (Figure 1—fig-
ure supplement 2). These large cps loci recombinations often encompassed the pbp loci too. For
instance, the emergence of the 19A clade in PMEN3, which had greatly increased penicillin MIC val-
ues (Figure 4—figure supplement 2), coincided with a large 54 kb recombination spanning the cps
locus, and the pbp2x and pbp1a genes, at the base of this clade. Hence, the adaptation of S. pneu-
moniae to medical and public health interventions selects for recombinations with properties that
means they are rare, or disruptive, enough to not typically persist in pneumococcal populations.
Therefore, these clinically important, but unrepresentative, recombinations do not provide evi-
dence for the primary evolutionary benefit of transformation (Redfield, 2001). Rather, they likely
reflect the concept underlying Milkman’s hypothesis that exchanges between divergent genotypes
will only become common in the recipient where there exists an atypically strong selection pressure
(Milkman et al., 2003; Shapiro et al., 2009). Were they more common, genotypes would routinely
converge through recombination (Fraser et al., 2007). This suggests the mechanistic or selective
barriers to recombinations between streptococcal species in the human oronasopharynx are not
absolute, in keeping with the concept of ‘fuzzy species’ (Fraser et al., 2007; Hanage et al., 2005;
Sheppard et al., 2008).
Given the selective pressure to move resistance genes between species, it might have been
expected that these exchanges would have occurred through conjugation, rather than atypical trans-
formation events. This is feasible as Tn916 encodes its own conjugation machinery, while Tn1207.1 is
found within Tn916-type ICEs or larger, Tn5253-type ICEs. While these large ICEs may impose a bur-
den on the host cell, their site-specific integration machinery is under selection to minimize the dis-
ruption of their insertion into the chromosome (Touchon et al., 2014). By contrast, transformation’s
extensive import of sequence from another species flanking the insertion is likely to be deleterious
to the recipient. This is especially likely when a host gene is disrupted, as in the example of frequent
insertions in the tag DNA repair gene, and the integration of Tn1207.1 into comEC in the German
PMEN9 clade. This latter example may represent an insertion site that is beneficial for the cassette,
rather than the host cell, as the abrogation of competence in this clade would prevent its deletion
through subsequent recombination with donors lacking the insertion (Croucher et al., 2016). The
absence of detected sequence exchanges within this clade highlights the effectiveness of the comEC
knock out, demonstrating that the competence system mediates most homologous recombination
in these PMEN lineages. Furthermore, while selection pressures resulting from local patterns of anti-
biotic consumption initially enabled the expansion of this clade across Germany during the 1990s
and early 2000s, the loss of transformability prevented vaccine evasion through serotype switching,
as observed for the local expansion of PMEN2 in Iceland (Croucher et al., 2014a).
Nevertheless, HGT mechanisms other than transformation still contributed to the dissemination
of Tn1207.1-type and Tn916-type elements. Transformation was estimated to make a larger
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contribution to the spread of the smaller Tn1207.1-type elements relative to the larger Tn916-type
elements. The short length of Tn1207.1 both makes it easier to identify the insertion site of
Tn1207.1-type elements in contigs from draft assemblies (1239 Tn916 insertions were present in con-
tigs lacking sufficient matches to a reference, as opposed to 101 for Tn1207.1), and makes it more
likely that Tn1207.1-type elements can be moved by transformation (Apagyi et al., 2018). Further-
more, Tn916-type elements encode machinery for transposition, including an integrase from the
transposase subfamily of tyrosine recombinases (Roberts and Mullany, 2009). This integrase exhib-
its little sequence specificity in its insertion site preference, although it generally favors sites that are
AT-rich or bent (Roberts and Mullany, 2009; Wozniak and Waldor, 2010). Hence even when
imported by a transformation event, Tn916-type elements may be able to move within the chromo-
some, and thereby disassociate themselves from any imported flanks more efficiently than Tn1207.1-
type elements, which lack such machinery. This intragenomic mobility likely also accounts for the
Tn916-type elements being observed to insert at over 100 locations in the pneumococcal genome,
whereas Tn1207.1-type elements were only found at 27 sites.
Precisely determining the species of origin for observed interspecies recombination events is
challenging, given the diversity of oral streptococci and their ability to exchange sequence. While
our reference database is sufficient to split likely non-pneumococcal from pneumococcal DNA, it is
not detailed enough to fully delineate the networks through which AMR genes spread. Though S.
mitis is clearly a crucial source of antibiotic resistance genes for S. pneumoniae, the much greater
diversity of this commensal means the few available samples are spread thinly across the population
structure (Kilian et al., 2014). As such, greater sampling of more streptococcal species is needed to
assess the most likely donor for these interspecies transformations. More fully describing the genetic
diversity of commensals may enable an improved understanding of what proportion of resistance
loci can move across the species boundaries into pathogens.
In conclusion, this study has identified the broader importance of interspecies transformation in
the emergence of antibiotic-resistant S. pneumoniae. The atypical properties of these large and
SNP-dense events underscore the strength of selection for adaptive evolution resulting from clinical
interventions relative to naturally occurring pressures. This suggests that there is a continual flow of
sequence between related species sharing a niche, which is normally inhibited by outbreeding
depression (Harrow et al., 2021), but may enable rapid adaptation following public health interven-
tions against pathogens. Such transfers are sufficiently frequent for resistant genotypes to emerge
and spread locally, but particularly successful genotypes, such as PMEN3, can rapidly spread
between continents. This highlights the challenges of blocking the transfer of resistance loci into
pathogenic species.
Materials and methods
Bacterial isolates and DNA sequencing
Isolates belonging to the S. pneumoniae PMEN3 and PMEN9 lineages were collated from across
Europe (from the Nationales Referenzzentrum für Streptokokken, Germany; and the collections of
Prof. de Lencastre), the Americas (from the collections of the CDC through the Global Strain Bank
Project), and the Maela refugee camp in Thailand (Turner et al., 2012; Figure 1—source data 1).
These collections were associated with MLST data (Enright and Spratt, 1998). Therefore, isolates of
sequence type (ST) 156, and single locus variants thereof, could be selected as representatives of
PMEN3 (or Spain9V-3); isolates of ST9, and single locus variants thereof, were selected as representa-
tives of PMEN9 (or England14-9) (McGee et al., 2001). This generated collections of 272 and 325
isolates for PMEN3 and PMEN9, respectively. Isolates that could be cultured were sequenced as
paired-end 24plex libraries on Illumina HiSeq 2000 machines, generating 75-nt reads. Sample iden-
tity was checked through comparing serotype, inferred by seroba v1.0.0 (Epping et al., 2018), and
ST with those determined by sample providers. Samples were checked for contamination through
assessing their mapping to the reference sequence, as described previously (Croucher et al., 2011).
After these tests, 215 PMEN3 and 263 PMEN9 isolates passed for use in the described analyses.
These datasets were combined with isolates from the GPS project, which generated a database
of 20,043 high-quality pneumococcal draft genome sequences from 33 countries collected between
1991 and 2017 (Gladstone et al., 2019). In total, 49.7% of these isolates were collected from
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locations before the PCV7 vaccine was introduced. Most isolates were sampled from cases of IPD in
children under the age of five. PMEN3 and PMEN9 corresponded to strains GPSC6 (454 isolates
associated with information on country and date of isolation) and GPSC18 (312 isolates associated
with information on country and date of isolation) in this collection, respectively (Lees et al., 2019).
Hence, the final dataset sizes were 669 isolates for GPSC6, containing PMEN3, and 575 isolates for
GPSC18, containing PMEN9. Among these PMEN collections, 64.7% of isolates were collected
before the PCV7 vaccine was introduced. Raw and processed sequence data for the 478 isolates not
within the GPS collection are publicly available in the EMBL Nucleotide Sequence Database
(ENA; project number PRJEB2255). All accession codes for reads, assemblies, and annotations are
listed in Figure 1—source data 1.
Across the wider GPS collection, 146 GPSCs were identified as ‘resistance associated’. These
GPSCs contained more than 10 isolates in total, at least one of which encoded either Tn1207.1 or
Tn916. The 17,590 isolates in these resistance-associated GPSCs were used in the phylogenetic anal-
yses described below.
Generation of annotation and alignments
De novo assemblies were generated using an automated pipeline for Illumina sequences
(Page et al., 2016). Briefly, reads were assembled using Velvet with parameters selected by Velve-
tOptimiser. These draft assemblies were then improved by using SSPACE and GapFiller to join con-
tigs (Zerbino and Birney, 2008; Boetzer and Pirovano, 2014; Boetzer and Pirovano, 2012). The
final assemblies were annotated using PROKKA (Seemann, 2014).
Whole-genome alignments were generated for phylogenetic analysis through mapping of short
read data against reference sequences. For the PMEN3 and PMEN9 analyses, the reference
genomes were S. pneumoniae RMV4 rpsL* DtvrR (accession code: ERS1681526) (Kwun et al., 2018)
and INV200 (accession code: FQ312029.1), respectively. Mapping was performed using SMALT
v0.64, the GATK indel alignment toolkit, and SAMtools as described previously (Croucher et al.,
2012). A faster method was applied to GPSCs containing more than 10 isolates in the GPS study. A
reference sequence was chosen as the isolate with the largest N50 value (the length of the contig at
the midpoint of the assembly, when contigs are ordered by size). Other isolates were mapped to
this reference using SKA (Harris, 2018) with default settings.
Antibiotic consumption data
Selection pressures on specific clades were inferred using macrolide and penicillin consumption data
from Europe. Two data sources were used for macrolides: a study looking at macrolide resistance
among pneumococci isolates in Germany by Reinert et al., 2002, which recorded data from 1992 to
2000; and the European Centre for Disease prevention and Control (ECDC), which recorded data
from 1997 to the present day. The ECDC data for Germany is from the primary care sector for out-
patients, with a population coverage of 90%, while the Reinert et al. paper takes data from both pre-
scriptions in hospitals and from community general practitioners. The macrolide usage data were
combined using the 3 years of overlap between the two datasets as a scaling factor. This was the
mean transformation that mapped the Reinert et al., 2002 data to the ECDC data. It was applied to
convert the data from 1992 to 1996 into the same units as the ECDC data (defined daily doses per
1000 individuals in the population).
For b-lactam consumption, data were also taken from the ECDC for 1997 to present day. For b-
lactam consumption from 1992 to 1997, data were taken from McManus et al., 1997. These data
reflect hospital and retail sales of oral antibiotics in West Germany for the years 1989 and 1994 in
the same DDD units as the ECDC data. A linear trend between 1989, 1994, and 1997, the first year
of data from the ECDC, was used to impute the missing values between 1992 and 1997.
Phylogenetic and phylodynamic analyses
Gubbins v2.3 (Croucher et al., 2015b) was used to identify recombinations and generate phyloge-
nies for both the PMEN lineages and the GPSCs. Gubbins was run for five iterations. The starting
phylogeny of isolates was constructed with FastTree 2 (Price et al., 2010). Subsequent iterations
generated phylogenies with RAxML v8.2.8 (Stamatakis, 2014), with a generalized time reversible
(GTR) model of nucleotide substitution with a discretized gamma distribution of rates across sites.
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Time-calibrated phylogenies were generated from the Gubbins outputs using the BactDating R
package v1.0.1 (Didelot et al., 2018). Isolates without dates of collection were pruned from the phy-
logeny, and the root-to-tip distances used to test for a molecular clock signal. Where one was
detectable, BactDating was run with a relaxed clock model and a Markov chain Monte Carlo
(MCMC) length of 50 million iterations. Chain convergence was checked through visual inspection of
trace plots.
The Skygrowth R package (Volz and Didelot, 2018) was then used to formally test the link
between antibiotic consumption and population growth rates. The timed phylogeny generated by
BactDating was input into Skygrowth, where it was analyzed in combination with the b-lactam, mac-
rolide, and macrolide-to-b-lactam consumption data. Consumption data were each separately
rescaled prior to analysis with default settings and priors. Four sets of analysis were run: one for
each of the consumption datasets, and one without consumption data. In each case, the MCMC was
run for 100 million iterations, which visual inspection suggested was sufficient for the chains to con-
verge. b-lactam consumption data alone had no significant effect on the reconstruction, while macro-
lide consumption had a smaller effect than the macrolide-to-b-lactam consumption data.
Antibiotic resistance analyses
The MIC for penicillin had been determined for most isolates in the PMEN3 and PMEN9 collections
(65.5 and 80.9%, respectively). The MICs of the remaining 341 isolates were predicted using an RF
approach analogous to that developed in Li et al., 2017. In this approach, the TPD of three penicillin
binding proteins (PBPs; PBP1A, PBP2B, and PBP2X) were extracted and each amino acid position
used as a predictor to train an RF model on the continuous log2 MIC value. The training data came
from 4342 isolates previously characterized by the CDC, 2018.
This model predicted the MIC for all 341 isolates with unknown MIC values. The continuous MIC
values predicted by the model were then converted into categories based on the pre-2008 CLSI
meningitis breakpoints for resistance, with an added intermediate class of isolates for those with
0.06 mg/l < MIC < 0.12 mg/l (Centers for Disease Control and Prevention (CDC), 2008). This
method was then used on the wider 20,043 GPS collection, with 59 isolates (0.3%) having unidentifi-
able pbp genes.
Resistance to sulfamethoxazole was detected using a hidden Markov model (HMM), constructed
using HMMer3 (Eddy, 2011), trained to extract the region downstream of S61 in folP. If this region
contained at least one inserted amino acid, then the isolate was predicted to be resistant. Resistance
to trimethoprim used another HMM to identify the amino acid at position 100 in dhfR (also known as
dyr or folK). Isolates with an isoleucine at this position were predicted to be sensitive, and isolates
with a leucine at this position were assumed to be resistant (Adrian and Klugman, 1997). If isolates
were classified as resistant to both sulfamethoxazole and trimethoprim, they were also classified as
resistant to the combination drug cotrimoxazole (Metcalf et al., 2016).
The code for both the penicillin prediction and cotrimoxazole prediction methods is available at
https://github.com/jdaeth274/pbp_tpd_extraction (copy archived at swh:1:rev:353ed3fad766fe-
c21a011301ebc49c3fe356c305, D’Aeth, 2021a).
Ancestral state reconstruction
The penicillin resistance categories inferred from the metadata and the RF model were recon-
structed on the time-calibrated phylogeny using the phytools R package v0.7.7 (Revell, 2012). The
make.simmap function was run using an equal rates model and an MCMC chain sampling every 100
iterations. The input was a matrix of character states for the tips, in which each isolate’s observed or
predicted phenotypes were assigned a probability of 1.
After the reconstruction, each node’s state was assigned as that with the highest posterior proba-
bility. Starting at the root, the number of lineages of each state at each coalescent event in the time-
calibrated tree was recorded. Every time a node was reached, an extra lineage was added to the
total. If there was no state change between two nodes, the count for the state was increased by 1; if
there was a state change not on a terminal branch, the count for the new state was increased by 2;
else if there was a state change on a terminal branch, the new state count was increased by 1. The
total number and the proportion of branches in each state were recorded through time.
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To assess the number of serotype switching events across the PMEN lineages, the JOINT maxi-
mum likelihood model for ancestral reconstruction of PastML v1.9.15 (Ishikawa et al., 2019) was
used.
MGE identification
Reference MGE sequences were used to search all the genomic datasets for intact and partial repre-
sentatives. For the Tn916 element, the 18 kb reference given by the transposon registry
(Tansirichaiya et al., 2019), extracted from Bacillus subtilis (accession code: KM516885), was used.
For Tn1207.1, a 7 kb reference extracted from the S. pneumoniae INV200 genome (accession code:
FQ312029.1) was used. BLASTN was used to detect Tn916 and Tn1207.1 among the assembled
genomes in the collections, with hits filtered using an empirically determined tthreshold alignment
length of 7 kb and 2 kb, respectively, for each element. BLASTN results were merged if they repre-
sented continuation of an element’s sequence split across multiple contigs, to enable detection of
elements in isolates that were fragmented in draft assemblies.
MGE insertion site identification
A pipeline was developed to categorize the insertion points of the elements and infer the node at
which the insertion occurred within a cluster’s phylogeny. Figure 10 outlines the algorithm. The ini-
tial step was the creation of a library of unique hits, with BLAST matches against the GPSC’s
reference genome determining the start and end points of an insertion. A hit was defined by three
characteristics: (i) the total length of the delineated insertion, (ii) the number of genes within the
insertion, and (iii) the genes within the flanking regions of a hit. Each observed combination of values
was considered a unique hit. For instance, if two hits were of similar length and gene content, but
differed in where they inserted within the host, they were treated as two unique hits. The unique
insertions with the longest flanking matches to the reference, indicating the insertion was detected
on a large contig, were used as representatives of that insertion within the library. Hits that had
either shorter flanking sequences, or an MGE insertion spread across contigs, were not considered
as candidates to be a library hit. The next step was to allocate the remaining hits, not present in the
Figure 10. Overview of pipeline used to analyze the acquisition of Tn916-type and Tn1207.1-type elements. Red boxes represent data input into the
pipeline, blue boxes the individual analysis steps within the pipeline, and purple the pipeline’s output.
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library, to one of the unique library insertion types (the combination of gene number, insertion
length and location). Isolates with no matches to the reference either side of the hit, usually when
the hit was present in a small contig or within a larger unresolved element, were discarded from the
analysis. Once hits had been allocated an insertion type, the node at which the insertion occurred
was reconstructed on the Gubbins phylogeny for each GPSC. This ancestral state reconstruction was
performed using PastML (Ishikawa et al., 2019), as these phylogenies were not time-calibrated. The
recombination predictions were then searched to detect whether there was a putative recombina-
tion event, on the branch on which acquisition was estimated to occur, spanning the insertion site
within the reference for a GPSC. If such a recombination were identified, this was considered indica-
tive of element insertion via homologous recombination. The flanking regions of the isolate with the
fewest reconstructed SNPs around the insertion site of the element since its insertion, as inferred
from the Gubbins base reconstruction, were then extracted to test for the origin of this element.
These flanking regions were compared to a reference collection of 52 streptococcal genomes col-
lated from antimicrobial-susceptible S. pneumoniae and other Streptococcus species, building on
the database collated in Mostowy et al., 2017b. BLASTN was used to compare each flanking region
to this database. The orthologous regions to these flanks were also extracted from isolates not con-
taining the insertion, to act as a control.
The statistic g was used to determine the species of origin for an insertion. This used the BLAST
bit score, which is a normalized form of the raw score of an alignment. The bit score measures
sequence similarity irrespective of query sequence length and database size. The g statistic was cal-






Hits where the top match was S. pneumoniae, indicating the insertion originated from an intra-
species transformation event, had a g score of 1.0. Any score below 1.0 indicated a potential origin
from outside of S. pneumoniae.
This pipeline was also applied to detect the origin of pbp genes involved in the acquisition of
resistance. Here, using phenotype predictions from the RF model described above, ancestral node
resistance states were reconstructed. The descendants of nodes where resistance was acquired, or
lost, with the fewest base substitutions subsequently accumulating in the three pbp genes then had
their gene sequences extracted. These sequences were then compared to the reference database
using BLASTN. The same g statistic as above was used to detect the likely origin of these pbp genes.
The code for both the altered pbp pipeline and the MGE detection pipeline is available at https://
github.com/jdaeth274/ISA (copy archived at swh:1:rev:
c3873d851fdfb01efd8bb1f8a18f33acb06b6fc5, D’Aeth, 2021b).
For murM, where the effects of alterations on resistance levels are less well understood, a differ-
ent approach was taken. The regions corresponding to the murM genes in the annotated references
were extracted from the PMEN3 and PMEN9 whole-genome alignments. To enable the detection of
possible interspecies recombinations, murM sequences from S. mitis 21/39 (accession code:
AYRR01000000) and Streptococcus pseudopneumoniae IS7493 (accession code: CP002925) were
added to the dataset. All murM sequences were then aligned with Muscle v3.8.31 (Edgar, 2004).
Sequences were clustered into lineages, and recombinations inferred, using fastGEAR
(Mostowy et al., 2017b).
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Càmara J, Cubero M, Martı́n-Galiano AJ, Garcı́a E, Grau I, Nielsen JB, Worning P, Tubau F, Pallarés R,
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Linden M, Falkenhorst G, Perniciaro S, Fitzner C, Imöhl M. 2016. Effectiveness of pneumococcal conjugate
vaccines (PCV7 and PCV13) against invasive pneumococcal disease among children under two years of age in
Germany. PLOS ONE 118:e0161257. DOI: https://doi.org/10.1371/journal.pone.0161257
Lo SW, Gladstone RA, van Tonder AJ, Lees JA, du Plessis M, Benisty R, Givon-Lavi N, Hawkins PA, Cornick JE,
Kwambana-Adams B, Law PY, Ho PL, Antonio M, Everett DB, Dagan R, von Gottberg A, Klugman KP, McGee
L, Breiman RF, Bentley SD, Global Pneumococcal Sequencing Consortium. 2019. Pneumococcal lineages
associated with serotype replacement and antibiotic resistance in childhood invasive pneumococcal disease in
the post-PCV13 era: an international whole-genome sequencing study. The Lancet Infectious Diseases 19:759–
769. DOI: https://doi.org/10.1016/S1473-3099(19)30297-X, PMID: 31196809
Majewski J, Zawadzki P, Pickerill P, Cohan FM, Dowson CG. 2000. Barriers to genetic exchange between
bacterial species: Streptococcus pneumoniae transformation. Journal of Bacteriology 182:1016–1023.
DOI: https://doi.org/10.1128/JB.182.4.1016-1023.2000, PMID: 10648528
Maskell JP, Sefton AM, Hall LMC. 2001. Multiple mutations modulate the function of dihydrofolate reductase in
trimethoprim-resistant Streptococcus pneumoniae. Antimicrobial Agents and Chemotherapy 45:1104–1108.
DOI: https://doi.org/10.1128/AAC.45.4.1104-1108.2001
McGee L, McDougal L, Zhou J, Spratt BG, Tenover FC, George R, Hakenbeck R, Hryniewicz W, Lefévre JC,
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